Streptococcus uberis has emerged as an important mastitis-causing pathogen (11, 12, 15, 16) . Conventional typing methods, including biochemical profiling, serotyping, use of antimicrobial resistance patterns, and plasmid profile analysis, are inadequate for delineating epidemiological information concerning bacterial reservoirs and transmission of this organism (10, 17, 18) .
Restriction endonuclease fingerprinting (REF) has been used to subtype several Streptococcus species (4-6, 13, 14, 19) and was shown to be a useful technique for subtyping S. uberis of bovine origin (7, 10) . More recently, DNA amplification directed by one or more short oligonucleotide primers of arbitrary sequence was used to produce a characteristic spectrum of amplified DNA fragments (2, 20, 21 (9) . All strains isolated from cows were type I on the basis of restriction fragment length polymorphism analysis of 16S ribosomal DNA (8) . Chromosomal DNA was isolated as described previously (10 (Fig. 1) . The size of DNA fragments ranged from 0.12 to 1.4 kb. DNA fragments of 1.02, 0.33, 0.30, 0.23, 0.18, and 0.12 kb were present in all strains of S. uberis ( Fig.  1; see Fig. 4 ). The 24 strains produced 15 distinct DAF patterns (Tables 1 and 2 ).
Densitometric analysis of REF patterns showed that fragments between 9 and 23 kb allowed discrimination between strains while fragments smaller than 5 kb showed a greater degree of homology (Fig. 2) examined with these primers to further confirm their common subtype (Fig. 3) . S. uberis ATCC type I and type II strains were differentiated by both procedures (Table 2) . DAF has been used successfully to analyze genomic DNA of viral, bacterial, fungal, plant, and animal origin (2, 3), but the usefulness of DAF for subtyping bacteria has not been reported. The 
